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Cytokines have the potential to drastically augment immune cell activity. Apart from 
altering the expression of a multitude of proteins, cytokines also affect immune cell 
dynamics. However, how cytokines affect the molecular dynamics within the cell mem-
brane of immune cells has not been addressed previously. Molecular movement is a 
vital component of all biological processes, and the rate of motion is, thus, an inherent 
determining factor for the pace of such processes. Natural killer (NK) cells are cytotoxic 
lymphocytes, which belong to the innate immune system. By fluorescence correlation 
spectroscopy, we investigated the influence of cytokine stimulation on the membrane 
density and molecular dynamics of the inhibitory receptor Ly49A and its ligand, the major 
histocompatibility complex class I allele H-2Dd, in freshly isolated murine NK cells. H-2Dd 
was densely expressed and diffused slowly in resting NK cells. Ly49A was expressed 
at a lower density and diffused faster. The diffusion rate in resting cells was not altered 
by disrupting the actin cytoskeleton. A short-term stimulation with interleukin-2 or inter-
feron-α +  β did not change the surface density of moving H-2Dd or Ly49A, despite 
a slight upregulation at the cellular level of H-2Dd by interferon-α + β, and of Ly49A 
by IL-2. However, the molecular diffusion rates of both H-2Dd and Ly49A increased 
significantly. A multivariate analysis revealed that the increased diffusion was especially 
marked in a subpopulation of NK cells, where the diffusion rate was increased around 
fourfold compared to resting NK cells. After IL-2 stimulation, this subpopulation of NK 
cells also displayed lower density of Ly49A and higher brightness per entity, indicating 
that Ly49A may homo-cluster to a larger extent in these cells. A faster diffusion of inhib-
itory receptors could enable a faster accumulation of these molecules at the immune 
synapse with a target cell, eventually leading to a more efficient NK cell response. It has 
previously been assumed that cytokines regulate immune cells primarily via alterations 
of protein expression levels or posttranslational modifications. These findings suggest 
that cytokines may also modulate immune cell efficiency by increasing the molecular 
dynamics early on in the response.
Keywords: major histocompatibility complex, natural killer cells, molecular dynamics, cytokine, fluorescence 
correlation spectroscopy, plasma membrane, ly49 receptors, molecular diffusion
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inTrODUcTiOn
Natural killer cells play an essential role in innate immunity and 
protect the host against viral infection and tumors (1). Murine 
NK cells express a family of inhibitory receptors called Ly49 
receptors, which have major histocompatibility complex (MHC) 
class I molecules as ligands. MHC class I is expressed by virtually 
all healthy cells, but can be downmodulated upon infection or in 
tumorigenesis. In the absence of sufficient cognate MHC class I 
expression, NK cells proceed to kill the target cells due to lack 
of signaling through their inhibitory receptors, a process called 
missing-self recognition (2).
Cytokines are important modulators of NK cell activity. 
Whereas IL-15 is important for NK cell survival, maturation, and 
priming, interleukin-2 (IL-2) and type I interferons are proto-
typical cytokines of NK cell activation (3, 4). IL-2 is currently 
used for clinical NK cell activation in cancer treatment (5). The 
increased cytotoxicity in vitro and in vivo induced by cytokines is 
dependent on the upregulation of numerous proteins, including 
several adhesion molecules, as well as effector molecules (4). Just 
a brief stimulation with IL-2 augments adhesion and cytotoxicity, 
primarily against missing-self targets (6). IL-2 also augments the 
NK cell dynamics at a cellular level. After several days in IL-2 
culture, NK cells display a more migratory phenotype and a more 
dynamic migratory pattern (7). However, IL-2 stimulation may 
not affect all NK cells equally, since a minority of IL-2 stimulated 
NK cells were observed to perform the majority of kills (8). Type 
I interferons, such as interferon alpha and beta (IFN-α + β), are 
also strong inducers of NK cell cytotoxicity, primarily during 
viral infections (9, 10). Type I interferons, in addition, strongly 
upregulate MHC class I on many cell types, including lympho-
cytes (11, 12).
When IL-2 binds to its receptor, an association with the 
cytoskeleton is induced, and the diffusion rate of the receptor 
complex is slowed down (13). However, although much is known 
about the cellular dynamics in response to cytokines, very little is 
known about how cytokines affect molecular dynamics beyond 
its own receptor. This is despite the vital role of lateral diffusion of 
molecules within membranes for all diffusion-limited bimolecu-
lar interactions. Examples of such reactions are ample, and also 
involve reactions crucial for immune cell regulation and activa-
tion. For instance, lateral diffusion of receptors is responsible 
for the formation of micro-clusters and the subsequent immune 
synapse in T cells (14). The diffusion rate of ligands impacts the 
degree of T cell activation (15), and the activation of CD4 T cells is 
regulated by the diffusion rate of lck between the CD3 and CD28 
receptors (16).
Apart from interacting with its ligands in trans, on target 
cells, Ly49 receptors also interact with their MHC class I 
ligands in cis, in the membrane of the NK cell itself. Such cis 
interactions prohibit Ly49 from interacting with MHC class I 
in trans (17). Thus, the total number of receptors that are “free” 
and, therefore, available to interact with MHC class I in trans 
is decreased by cis interactions. Since Ly49 receptors bound in 
cis do not signal negatively, the sequestration of receptors in cis 
limits the total inhibitory input that the NK cell can receive, 
consequently lowering the threshold for NK cell activation. 
Cis interactions are also suggested to be important for NK cell 
education, the process where NK cells are enabled to react on 
the lack of expression of self-specific MHC class I on target 
cells (18). The surface expression of MHC class I can affect 
the proportion of Ly49A that is bound in cis. In a transfected 
cell line, cells with a high surface expression of MHC class I 
displayed high proportions of Ly49A bound in cis, and vice 
versa (19). This is typical of a diffusion-limited bimolecular 
interaction in steady state. The molecular density within the 
cell membrane, as well as the diffusion rates of these proteins, 
are thus important factors in determining the rate of receptor–
ligand interactions between Ly49A and H-2Dd in cis. This could 
ultimately be important to determine the biological outcome of 
cell–cell interactions.
In this study, we investigated the influence of cytokine 
stimulation on the MHC class I and Ly49 membrane dynamics 
and density using fluorescence correlation spectroscopy (FCS) 
(20). It was previously shown that activating receptors diffuse in 
different patterns on educated versus uneducated NK cells, thus, 
coupling the diffusive pattern of receptors to NK cell function-
ality (21). In this paper, we found that despite the well-known 
upregulation of MHC class I by type I interferons (11, 12), 
the membrane density of mobile H-2Dd did not increase after 
cytokine stimulation. In line with this, there was no indication 
that the proportion of Ly49A receptors bound in cis increased 
after cytokine stimulation. Instead, we identified a subpopulation 
of NK cells that exhibited a particularly fast diffusion rate of both 
the inhibitory receptor Ly49A and of the MHC class I molecule 
H-2Dd upon cytokine stimulation. This is to our knowledge the 
first report on the effect of cytokines on molecular dynamics 
within the membrane of immune cells. The rapid diffusion may 
enable a faster decision process within the NK cell to kill or not 
to kill a target cell.
MaTerials anD MeThODs
experimental animals
Mice expressing only the H-2Dd allele of MHC class I on C57BL/6 
background were used. The generation of the mouse strain has 
been described previously (22). The mice were bred and main-
tained at the animal facility at the Department of Microbiology, 
Tumor and Cell biology, Karolinska Institutet, Sweden. The study 
was carried out in accordance to Swedish laws and regulations 
from Swedish board of agriculture (Jordbruksverket), approved 
by the northern Stockholm commission for ethics in experiments 
on animals, ethical permit N418-12.
cell isolation and cytokine stimulation
Natural killer cells were enriched from freshly isolated murine 
splenocytes by negative selection of all other cells, using MACSTM 
NK cell isolation kit mouse II (Miltenyi Biotec NordenAB, Sweden) 
Abbreviations: FCS, fluorescence correlation spectroscopy; OPLS-DA, orthogonal 
projections to latent structures, with discriminant analysis; PCA, principal com-
ponent analysis.
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according to the manufacturer’s recommendations. After isola-
tion, 2.5 × 106 cells/ml were resuspended in alpha-MEM medium 
supplemented with 10  mM HEPES, 10% fetal bovine serum, 
2 μM beta-mercaptoethanol, 100 μg/ml penicillin, and 100 μg/ml 
streptomycin. The cells were incubated at 37°C, 5% CO2 for 4 h, 
with or without cytokines. Cytokine concentrations were 1000 U/
ml IL-2 (ImmunoTools, Germany) or 200 U/ml of each for IFN-
α + β (Nordic BioSite, USA). In some experiments, cells were 
treated with 2 μg/ml Latrunculin B (Invitrogen, ThermoFisher 
Scientific, Sweden). Latrunculin B was added 15  min before 
measurement start, after cells were added to chambered glass 
slides to sediment (see below).
immunofluorescent labeling and Flow 
cytometry
Fc receptors were blocked using Innovex Fc blocker solution 
(Innovex Biosciences, Richmond, VA, USA). The cells were 
then surface stained with antibodies. For spectroscopy and 
microscopy, anti-H-2Dd (clone 34-5-8S) and anti-Ly49A (clone 
JR9.318) antibodies were used. The anti-H-2Dd antibody was 
conjugated with MFP488 (MoBiTec GmbH, Germany) or 
Abberior Star-635 (Abberior GmbH, Germany) for spectros-
copy, or Alexa647® dye (Life technologies, Sweden) for flow 
cytometry, according to the manufacturers’ protocols. The 
anti-Ly49A antibody was purified from hybridoma superna-
tants in our lab and conjugated to Abberior Star-635. Antibody 
conjugates were purified using PD minitrap G-25 kit column 
(GE healthcare Bioscience, Sweden). The 34-5-8S and JR9.318 
antibodies do not affect the diffusion behavior of the inves-
tigated surface proteins (19). However, the 34-5-8S antibody 
breaks the cis interaction between H-2Dd and Ly49A (23). In 
flow cytometry measurements, anti-H-2Dd and anti-Ly49A 
antibodies were employed in different samples, so as to avoid 
artificially high levels of “free” Ly49A caused by the presence of 
the anti-H-2Dd antibody. Antibodies for flow cytometry were 
Ly49A (clone YE1/48.10.6)-PE, NK1.1-PerCP-Cy5.5, and CD3-
FITC (Biolegend and BD Biosciences). Cells for flow cytometry 
were subsequently stained with Live/dead ® fixable aqua dead 
cell stain kit 405 nm (Life Technologies, USA).
Flow cytometry data were acquired in a BD FACSCaliburTM 
flow cytometer (BD Biosciences, San Jose, CA, USA) and analyzed 
in FlowJo (version 9.7). NK cells were gated on the CD3 negative 
and NK1.1 positive lymphocyte population, as determined by 
forward and side scatter. The percentage difference between con-
trols incubated at 37°C without cytokines and cytokine-treated 
cells was calculated using mean fluorescence intensity (MFI).
Fluorescence correlation spectroscopy
Fluorescence correlation spectroscopy measurements were 
performed using a Zeiss 510 microscope equipped with a 
Confocor 3 system (Carl Zeiss Microimaging GmbH), a 30 mW 
Argon-ion (488 nm), a 5-mW Helium–Neon (633 nm) laser, and 
a C-Apochromat 40x/1.2 NA water objective (24). The room 
temperature was 19°C. Calibration measurements of aqueous 
solutions of Alexa-647 (2  nM) and Rhodamine-110 (20  nM) 
with the laser excitation attenuated to 10, 5, 3, 1, and 0.5% of the 
maximal laser powers were first acquired. Cells were suspended 
in a 1:1 mixture of phosphate buffered saline and transparent 
RPMI medium, containing 0.5% fetal bovine serum. They were 
allowed to sediment in chambered cover glass slides (Fisher 
Scientific, Sweden) coated with Poly-l-Lysine (Sigma-Aldrich) 
for 20 min before experiment start. The sample identity (control, 
IL-2, and IFN-α + β stimulated) was blinded for the operator. 
The focus was positioned on the upper cell membrane. Only 
live (as judged by a distinct, rounded nucleus in the differential 
interference contrast image) Ly49A positive NK cells were 
selected for FCS measurements. Laser excitations for mem-
brane measurements were 25–45 μW (representing 0.15–0.3% 
of maximal power for the 488  nm laser and 0.5–1% for the 
633 nm laser). Five to seven 10-s repeats were measured per 
cell. Free antibodies in solution were measured with the same 
concentration and power as used for the cells, in non-stick-
treated wells (PLL-PEG, Surface Solutions) to avoid depletion 
of antibodies from the solution.
Fcs analysis
Autocorrelation curves were generated by the Confocor 3 soft-
ware and further analyzed using a MATLAB-based algorithm 
with a graphical user interface for fitting (25, 26). Free dyes 
and antibodies were fitted with 3D diffusion with one diffusion 
component and one triplet state (27):
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Parameter definitions: N is the mean number of fluorescent 
entities within the focal volume, τ is the correlation time, τD is 
the average residence time in the focal detection volume (trans-
lational diffusion time), T1 is the average probability for the fluo-
rophores to be in the triplet state, τT is the relaxation time for the 
singlet–triplet state transitions, and S denotes the ratio of height 
to waist diameter for the focal volume (axial to radial radii). The 
focal waist radius (ω) for the green and the red detection channels 
were calculated for each experimental day from the known diffu-
sion coefficients of the free fluorophores, D; for Rhodamine-110, 
3.3 × 10−10, and for Alexa-647, 4.4 × 10−10 m2/s (28, 29).
 
ω
τ
=
∗
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D4  (2)
For cell measurements, individual repeats displaying bleach-
ing, large clusters of bright entities, or cell movements, were 
removed. Remaining repeats were averaged and autocorrelation 
curves fitted. Due to the lack of a  priori knowledge about any 
subpopulations of H-2Dd or Ly49A with different diffusion rates, 
the average diffusion rate per cell for each surface antigen was 
defined. Likewise, the underlying data did not contain enough 
information to fit models with different modes of movement (e.g., 
free diffusion versus constrained diffusion or active transport). 
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Thus, all lateral molecular movement was considered to be diffu-
sion. The molecular transit time within cell membranes was, thus, 
fitted by a 2D diffusion model with one diffusion component and 
one triplet state (28):
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(3)
The diffusion coefficients of membrane-bound H-2Dd and 
Ly49A were obtained from the experimentally determined τD 
values (Eqs. 2 and 3). Densities of diffusing entities of H-2Dd and 
Ly49A were calculated from N from Eq.  3 and the focal waist 
radius ω for the individual color channels, using Eq. 4.
 
Density =
∗
N
( )ω pi2  (4)
The molecular brightness, i.e., the detected fluorescence inten-
sity per moving entity, was calculated from the overall detected 
photon count rate/N. To compensate for technical day-to-day 
variations, all cell and free antibody brightness values were 
adjusted based on the brightness of free fluorophores in the same 
experiment. To avoid a putative influence from background signal 
in cells where the antigens were expressed at a too low level, cells 
with a brightness of <33% of free antibodies were excluded from 
further analysis. For cells where one color channel was excluded, 
the other color channel was still used. Cells having a residence 
time τD >500 ms were also excluded from analysis. Such long τD 
could indicate movement of the whole cell, or membrane protru-
sions rather than movement of the individual molecules in the 
membrane.
antibody Binding efficiency
To define the binding efficiencies of H-2Dd (clone 34-5-8S) and 
Ly49A (clone JR9.318) antibodies, transfected cell lines with 
GFP-coupled variants of the respective proteins were employed. 
For H-2Dd, a previously described EL4-Dd-GFP cell line was used 
(30). The Ly49a cDNA was amplified by polymerase chain reaction 
from primary mouse NK cells and cloned with a GTC GAC GGC 
AGC CAA AAA ACC linker downstream of GFP into the SalI site 
of the MigR retroviral construct. For Ly49A binding efficiency, 
AA8-CHO cells were transfected with the EGFP–Ly49a construct 
according to the manufacturer’s protocol (Lipofectamine®2000, 
Invitrogen, Sweden). Both antibodies were labeled with Abberior 
star-635. Autocorrelation curves were measured and further ana-
lyzed as described above. Relative antibody binding efficiencies 
were determined by dividing the density of antibodies at the cell 
membrane with the density of labeled construct within the same 
measurement.
Multivariate analysis
The FCS dataset was investigated using the software SIMCA, 
version 14 (Umetrics AB, Umeå, Sweden). Only cells con-
taining values for all H-2Dd and Ly49A variables (bright-
ness, density, and diffusion) after application of threshold 
were used. Underlying trends in the data were investigated 
by principal component analysis (PCA) and orthogonal 
projections to latent structures and discriminant analysis 
(OPLS-DA) (31–33).
Principal component analysis is a projection method where 
data are analyzed without bias. Systematic variation in the data 
is summarized into latent variables, called scores (T). T1 is the 
direction in N-dimensional variable space summarizing the 
most of the systematic variation and T2 visualizes the second 
most variation. One individual PCA model was built per cell 
treatment group (data not shown). Outliers were detected using 
the Hotellings T2 ellipse, a two-dimensional representation of 
the 95% confidence interval. Cells outside of the Hotellings T2 
ellipse were classified as outliers. Two outliers were identified for 
control, one for IL-2, and one for IFN-α + β and excluded from 
the subsequent OPLS-DA analysis.
Orthogonal projections to latent structures and discriminant 
analysis is similar to PCA in that it is a projection method, but it 
analyzes the data in relation to one selected Y variable (in our case, 
the classification of cells as control, IL-2 or IFN-α + β-stimulated) 
(33). All Y-related variation is visualized in the first “predictive” 
principal component, while subsequent “orthogonal” principal 
component(s) display variation unrelated to Y. In our model, only 
the first predictive component was significant.
cell size analysis
Overview confocal images were captured during the same ses-
sions as FCS measurements. At least 11 z-sections of cells were 
captured, with the middle section of the z-stacks centered on 
the widest cellular diameter for the majority of cells. The image 
z-stacks were projected in ImageJ and analyzed in Cell Profiler 
using application-specific modules (34). Circular cell edges were 
identified and the cell area was calculated.
statistical analysis
Statistical tests were performed in the software Prism (version 6.0, 
GraphPad, La Jolla, CA, USA). Outliers in the FCS data were iden-
tified using the Grubb’s test (35). If a cell was identified as an outlier 
in any variable for Ly49A or H-2Dd, the entire cell was removed 
from further analysis for that color channel. D’Agostino–Pearson 
omnibus test for normal distribution was performed. The data 
were not normally distributed; however, transformation by the 
natural logarithm resulted in normally distributed populations 
for density and diffusion (36). The transformed data were, thus, 
further analyzed by one-way analysis of variance, ANOVA, and 
Holm–Sidak’s multiple comparison test. For brightness, H-2Dd in 
IL-2 stimulated cells, and Ly49A in IFN-α + β stimulated cells, 
natural logarithm transformation did not lead to normality. 
Brightness of cytokine-treated cells was, therefore, compared 
to the control by Kruskal–Wallis one-way ANOVA and Dunn’s 
multiple comparisons test. The same test was also applied for the 
cell size. The geometric mean and 95% confidence intervals were 
calculated (36). For flow cytometry data, upregulation of Ly49A 
and H-2Dd expression after cytokine stimulation was assessed by 
one-way ANOVA, Dunn’s multiple comparisons test on selected 
pairs of variables. P-values of 0.05 < p < 0.01, 0.01 < p < 0.001, 
and p < 0.001 were considered statistically significant (noted as *, 
**, and *** in figures).
FigUre 1 | Fcs measurement and representative autocorrelation curves. The autocorrelation curves of H-2Dd and Ly49A were measured in freshly isolated 
murine NK cells after 4 h of cytokine stimulation. (a) A schematic illustration of the positioning of the focus (not to scale). FCS measurements were performed on the 
upper cell membrane. (B,c) Representative FCS autocorrelation curves for a control, an IL-2, and an IFN-α + β stimulated cell for (B) H-2Dd entities, and (c) Ly49A 
entities. The cells were selected based on a location close to the center in the multivariate PCA analysis for each group (see Materials and Methods for description 
of the PCA analysis).
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resUlTs
cytokine-stimulated nK cells exhibit 
Faster Diffusion Dynamics of h-2Dd and 
ly49a at the Plasma Membrane
The molecular density and diffusion coefficients are important 
parameters for the rate of molecular interactions, and thus for 
subsequent biological outcomes. FCS measures molecular diffu-
sion rates with high accuracy, and give an estimate of molecular 
densities, also within the plasma membrane of cells (28). We, 
therefore, investigated the impact of short-term cytokine stimula-
tion on the molecular dynamics within the plasma membrane of 
the inhibitory receptor Ly49A, and its ligand, H-2Dd, using FCS. 
Freshly isolated NK cells from mice expressing only the H-2Dd 
allele of MHC class I were used. All NK cells were thus educated. 
NK cells were enriched by negative selection to a percentage of 
85 ±  5% (data not shown). The cells were thereafter cultured 
for 4  h, either with IL-2 or IFN-α +  β, or without cytokines. 
H-2Dd and Ly49A were each labeled with antibodies that have 
been used previously for FCS measurements, and do not induce 
dimerization or affect the diffusion behavior in any other detect-
able fashion (19). FCS measurements were performed on the top 
of the cell membrane (Figure  1A). A series of autocorrelation 
curves were generated and averaged for each NK cell, and then 
fitted to Eq. 3. Representative curves from each stimulation group 
are shown in Figures 1B,C.
We first investigated the impact of cytokine stimulation on 
the diffusion rate. H-2Dd diffused rather slowly in resting cells 
(Figure 2A; Table 1). Interestingly, H-2Dd diffused significantly 
faster on both IL-2 and IFN-α + β stimulated NK cells, compared 
to control cells (Figure 2A; Table 1). The diffusion of Ly49A was 
significantly faster than that of H-2Dd in resting cells and, simi-
larly to H-2Dd, increased significantly on IFN-α + β stimulated 
NK cells (Figure 2B; Table 1). Notably, in addition to a slight shift 
of the whole population toward faster diffusion, several cells in 
both stimulated NK cell populations exhibited a markedly faster 
diffusion, compared to any of the control cells (Figures 2A,B). 
The diffusion rate of H-2Dd co-varied significantly with that of 
Ly49A in the same cell, in both control and cytokine-stimulated 
cells (Figures 2C–E). Thus, some, but not all, NK cells exhibited a 
markedly faster diffusion of both H-2Dd and Ly49A after stimula-
tion with either IL-2 or IFN-α + β.
The reason for the relatively slow molecular motion of H-2Dd 
in resting NK cells could be either that the molecules are spe-
cifically interacting with other proteins, or that the diffusion is 
physically restricted. This restriction could in turn be due either 
to crowding, if the membrane is densely populated with proteins, 
or confinement by the cytoskeleton. To investigate the role of 
the cytoskeleton, we treated NK cells with Latrunculin B, which 
disrupts the actin cytoskeleton. Latrunculin B had no effect on 
the diffusion rate of neither H-2Dd nor Ly49A on resting NK 
cells. After stimulation with either IFN-α + β or IL-2, there was 
a tendency of faster movement of Ly49A, albeit not statistically 
significant (Figure S1 in Supplementary Material). This suggested 
that the slow movement of H-2Dd is due either to crowding or to 
interaction with other molecules.
negligible changes in Density of Diffusing 
h-2Dd and ly49a upon cytokine 
stimulation Despite increased Total cell 
surface expression
Type I interferons are known to upregulate MHC class I on most 
cell types. We investigated the overall surface expression of Ly49A 
and H-2Dd per NK cell after cytokine stimulation, using flow 
cytometry. NK cells were isolated and stimulated as for the FCS 
experiments. H-2Dd was modestly but significantly upregulated 
on Ly49A+ NK cells by IFN-α + β stimulation, but not by IL-2 
(Figure  3A, dark gray bars). Ly49A was upregulated by IL-2, 
while there was no statistically significant difference after IFN-
α + β stimulation (Figure 3A, light gray bars). Ly49C/I, which 
has the MHC class I allele H-2Kb as ligand, was upregulated to 
approximately the same extent (Figure  3A, checkered bars). 
Thus, both a Ly49 receptor with and one without a specific MHC 
FigUre 2 | Diffusion rates of h-2Dd and ly49a are increased after 4 h of cytokine stimulation. The diffusion rates were measured in freshly isolated murine 
NK cells after 4 h of cytokine stimulation. (a) Diffusion rates of H-2Dd in individual cells. (B) Diffusion rates of Ly49A. Cells in A and B are the same as in Table 1. 
The lines show Geometric mean, error bars show 95% confidence interval. (c–e) Linear regression of Ly49A and H-2Dd diffusion coefficients in the same cells, 35, 
32, and 33 cells for control, IL-2, and IFN-α + β, respectively. (c) Diffusion rate in control cells. (D) Diffusion rate in IL-2 stimulated cells. (e) Diffusion rate in 
IFN-α + β stimulated cells. * = 0.05 < p < 0.01, ** = 0.01 < p < 0.001, *** = p < 0.001 in A, B compared to control, in C–E for slope difference compared to 0. R2, 
least squares goodness of fit.
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class I ligand in the host were upregulated at the cellular level. The 
mRNA levels of H-2Dd in NK cells increased after both types of 
cytokine stimulation already after 2 h: 1.4 times increase for IL-2 
and 1.8 times increase for IFN-α + β (data not shown).
The molecular density is, however, a more relevant parameter 
for the rate of molecular interactions than the total expression 
level per cell. Stimulation with these cytokines did not result in 
increased densities of neither H-2Dd nor Ly49A at the cell surface 
(Figures 3B,C; Table 1).
A potential reason for overall increase in protein expression 
while maintaining density would be a simultaneous increase of 
the overall cell membrane area. We, thus, determined the average 
cross-sectional area of stimulated and unstimulated NK cells. 
By acquiring Z-stacked 2D overview confocal images of several 
cells per image, the widest point of each cell was identified. The 
cross-sectional area increased significantly after 4 h of IFN-α + β 
stimulation, but not by IL-2 stimulation (Figure 3D). Thus, the 
increased cell size, rather than an increased cell surface density, 
could account for the increased expression level per cell of H-2Dd 
after IFN-α + β stimulation.
Fluorescence correlation spectroscopy is not capable of 
detecting single molecules if they are diffusing as a complex. An 
analysis of the brightness of moving entities can instead give an 
indication of whether more than one molecule diffuse together. 
H-2Dd displayed a slightly but significantly higher brightness 
after IL-2 stimulation (Figure 3E; Table 1). This could potentially 
indicate a higher degree of homo-clustering. No significant dif-
ferences in the brightness were observed for Ly49A (Figure 3F). 
The average brightness of freely diffusing antibodies in solution 
was 0.82 ± 0.12 kHz for the H-2Dd and 8.2 ± 0.53 kHz for the 
Ly49A antibody. These values were somewhat lower than for 
the entities diffusing in the membrane (Table 1). However, only 
H-2Dd in IL-2 stimulated cells were significantly brighter than 
the free antibody (p < 0.05), strengthening the conclusion of a 
clustering in this situation. An increased clustering of H-2Dd 
goes in line with the slightly higher fluorescence intensity per 
cell detected by flow cytometry (Figure  3A, not statistically 
significant).
In conclusion, the early H-2Dd and Ly49A upregulation 
in NK cells by IFN-α  +  β correlate with an increased cell 
size, rather than a higher cell surface density. An increased 
clustering of H-2Dd was indicated after IL-2 stimulation. The 
increased Ly49A expression after IL-2 stimulation at the cel-
lular level was, however, not explained, neither by an increased 
density of diffusing Ly49A, nor an increased cross-sectional 
area of the cell.
TaBle 1 | Density, brightness, and diffusion rate obtained from Fcs 
analysis.
Values 
from Fcs
control
l95, gM, U95
il-2
l95, gM, U95
iFn-α + β
l95, gM, U95
Density 
(N/μm2)
H-2Dd 43.3, 50.5, 58.9 35.6, 42.4, 50.4 45.6, 54.5, 65.0
Ly49A 3.46, 4.21, 5.11 3.04, 3.79, 4.72 2.78, 3.47, 4.35
Brightness 
(kHz)
H-2Dd 0.84, 0.99, 1.18 1.17, 1.34, 1.54 0.92, 1.10, 1.32
Ly49A 7.0, 8.7, 10.7 8.4, 10.5, 13.0 7.9, 10.2, 13.2
Diffusion 
coefficient 
(μm2/s)
H-2Dd 0.082, 0.095, 
0.110
0.112, 0.145, 
0.188
0.110, 0.135, 
0.164
Ly49A 0.207, 0.242, 
0.283
0.233, 0.296, 
0.376
0.294, 0.373, 
0.472
The bold is to highlight the geometrical mean, in contrast to the confidence interval 
limits. L95, lower 95% confidence interval limit. GM, geometric mean. U95, upper 95% 
confidence interval limit. Geometric mean and 95% confidence interval limits calculated 
from data transformed by the natural logarithm, and thereafter back-calculated to raw 
data format. Values are not corrected for antibody brightness and binding efficiency. 
H-2Dd = 55, 48, and 58 cells, Ly49A = 36, 41, and 35 cells, for control, IL-2, and  
IFN-α + β, respectively. Data pooled from seven independent experiments.
FigUre 3 | Maintained membrane density despite upregulation of h-2Dd and ly49a at the cellular level. (a) Expression of cell markers: H-2Dd, “total” 
Ly49A, Ly49C/I, and “free” Ly49A (not cis-bound), as measured by flow cytometry after 4 h of cytokine stimulation. Percentage upregulation calculated with respect 
to a 37°C incubated control without any cytokines. The difference in upregulation of “free” Ly49A between IL-2 and IFN-α + β stimulation was statistically significant 
(p = 0.02), other differences between the two cytokines were non-significant. Significances were tested by one-way ANOVA, Dunn’s multiple comparisons test on 
selected pairs of variables. Bar graph represents mean ± standard error of the mean (n = 8 for H-2Dd, n = 7 for Ly49A total and free, n = 2 for Ly49AC/I).  
(B,c) Density of diffusing entities measured by FCS; (B) H-2Dd entities and (c) Ly49A entities. The lines show Geometric mean, error bars = 95% confidence 
interval. (D) Cell cross-sectional area of individual cells at their widest point. The geometric mean of the cell area at the widest point determined for control was 
52.8 μm2 (95% confidence interval limit (CI) 40.7–54.9 μm2), for IL-2 55.2 μm2 (CI 52.9–57.5 μm2, and for IFN-α + β 62.5 μm2 (CI 59.0–66.0 μm2). 127, 132, and 130 
cells, for control, IL-2, and IFN-α + β, respectively. (e) Brightness per H-2Dd entity. (F) Brightness per Ly49A entity. The cells in B, C, E, and F are the same as in 
Table 1. (c–F) Bar and error = Geometric mean with 95% confidence interval. NS, not significant. * = 0.05 < p < 0.01, ** = 0.01 < p < 0.001, *** = p < 0.001.
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To estimate the actual density of diffusing H-2Dd and Ly49A 
entities, we next determined the binding efficiency of the H-2Dd 
and Ly49A antibodies using transfected cell lines expressing 
GFP-coupled versions of the respective antigens. Fluorescent anti-
bodies labeled 18.3 ± 5.6% of GFP-coupled H-2Dd and 10 ± 5.9% 
of GFP-coupled Ly49A expressed on the cell membrane (data 
not shown). Thus, both with and without correcting for binding 
efficiency, H-2Dd was more densely expressed compared to the 
Ly49A receptor on the membrane of resting NK cells, which goes 
well in line with previous reports that most Ly49A receptors are 
bound in cis on H-2Dd expressing NK cells (37, 38).
The Total amount of ly49a receptors 
able to interact in trans increase by 
il-2 stimulation
For detection of Ly49A in the FCS experiments, we used an 
antibody clone (JR9.318), which detects both free and cis-bound 
Ly49A (37, 39). The total levels of Ly49A per cell could, therefore, 
be measured. However, if the fraction of cis-bound receptors 
changed, that would not be detected. The relative amount of 
free Ly49A at the cellular level was, thus, estimated by another 
antibody clone (YE1/48). This antibody binds less efficiently 
to Ly49A that is bound to H-2Dd in cis (37). Also when using 
this antibody, the amount of detected Ly49A was significantly 
increased after IL-2 stimulation. There was also a smaller, albeit 
FigUre 4 | cytokine-stimulated cells contain a subpopulation of cells 
with rapidly diffusing entities. Multivariate OPLS-DA analysis of the FCS 
data. (a) Classes: Control, IL-2, and IFN-α + β stimulated cells (circles). 
Variables contributing to the separation: downward pointing 
triangles = Ly49A variables, upward pointing triangles = H-2Dd variables. 
Variables close in space to the class are positively correlated to that class.  
(B) The positioning of individual cells and the identification of a subpopulation 
of cytokine-treated cells, not overlapping with control cells. Circles, control 
cells; diamonds, IL-2 stimulated cells; squares, IFN-α + β-stimulated cells. 
Vertical axis label “Num” refers to the order of the values in the dataset and 
has no significance for the model. (c) Variables characterizing cells in the IL-2 
subpopulation. (D) Variables characterizing cells in the IFN-α + β 
subpopulation. Diff, diffusion rate; kHz, brightness; N, density. Error bars in C 
and D represent the 95% confidence interval. The model was built only on 
cells where all variables were present for both Ly49A and H-2Dd: 33, 31, and 
32 cells for Control, IL-2, and IFN-α + β, respectively. Cells pooled from 
seven independent experiments.
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statistically significant upregulation in the IFN-α + β stimulated 
cells (Figure 3A). Thus, IFN-α + β stimulation did not lead to 
a decrease of free Ly49A receptors, despite the previously well-
established upregulation of MHC class I by interferons, and after 
IL-2 stimulation, there was a substantial increase in the amount 
of Ly49A receptors free to interact with H-2Dd in trans. For the 
IFN-α + β stimulation, this was in line with the negligible changes 
in cell surface density of both molecules, as observed by FCS.
cytokine-stimulated nK cells contain a 
subpopulation of cells with rapid 
Diffusion Dynamics of h-2Dd and ly49a on 
the Plasma Membrane
To further characterize differences between control, IL-2, and 
IFN-α + β stimulated cells, a multivariate analysis was performed 
on the FCS dataset. All six available variables were employed: 
the diffusion rate, density, and brightness of Ly49A and H-2Dd, 
respectively. Only cells with no missing data were used (see 
Material and Methods for exclusion criteria).
Control, IL-2, and IFN-α + β stimulated cells were assigned 
to individual classes. Differences between these classes were 
investigated by discriminant analysis (OPLS-DA). The OPLS-DA 
model could explain 41.3% of the variation between classes, 
6.5% of the variation unrelated to class separation, and predicted 
3.6% of the variation in the data. Control cells were significantly 
separated from cytokine-stimulated cells (Figure 4A). IL-2 and 
IFN-α +  β-stimulated cells could not be separated from each 
other with statistical significance. This is visualized by their class-
characterizing variables being close in variable space (Figure 4A). 
In the multivariate analysis, it became apparent that a subpopula-
tion among the cytokine-stimulated cells was distinctly separated 
from the control cells (Figure 4B). In the global data set, 29% of 
the IL-2 and 31% of the IFN-α + β stimulated cells belonged to 
this subpopulation. However, for the IFN-α + β-stimulated cells, 
five out of the seven experiments contributed to the subpopula-
tion, whereas the IL-2 subpopulation only came from three out of 
the seven experiments. IFN-α + β stimulation, thus, led to a more 
robust appearance of the discrete subpopulation.
We investigated which variables characterized the subpopula-
tion among the IL-2 and IFN-α + β-stimulated cells. The two 
main defining variables were fast diffusion of H-2Dd and Ly49A 
for both IL-2 and IFN-α + β-stimulated cells (Figures  4C,D). 
The IL-2-stimulated subpopulation was further characterized 
by a high brightness and low density of Ly49A (Figure  4C). 
A higher degree of clustering of Ly49A was, thus, indicated in 
the fast subpopulation after IL-2 stimulation. The IFN-α +  β 
fast subpopulation displayed a low density of both H-2Dd and 
Ly49A, without statistically significant changes in the brightness 
(Figure 4D). This could be reflecting a dilution of molecules due 
to an increased cell size (Figure 3D).
Conclusively, both types of cytokine stimulations resulted in 
the emergence of a large subpopulation of NK cells separated 
from the other cells by a significantly faster diffusion rate of both 
H-2Dd and Ly49A within the cell membrane. After IL-2 stimula-
tion, there was also an indication of clustering of Ly49 receptors 
in the subpopulation.
DiscUssiOn
The most marked early impact of cytokine stimulation in this 
study was an increase in the diffusion rates of both investigated 
molecules. To our knowledge, this is the first time that an effect of 
cytokine stimulation on the molecular motion within the mem-
brane of any naïve immune cell has been observed. Cytokines are 
major controllers of immune reactions, and diffusion rates are vital 
regulators of the molecular interactions leading to such reactions. 
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Yet, little is known about how molecular dynamics are affected by 
cytokine stimulation. The concept of spatiotemporal dimensions 
at the molecular level in immune cell regulation is relatively new 
and has become available to study by the development of new 
fluorescence-based techniques. The principle of induction of 
faster diffusion of receptors and other immunologically relevant 
proteins by cytokines may expand to other receptors, immune 
cells, and cytokines. The full scope of how cytokines affect 
molecular dynamics, and the biological relevance, is not known at 
this point. Given the large importance of cytokine stimulation in 
the immune system, this aspect of cytokine regulation should be 
further investigated. One example of a situation where cytokine 
stimulation is important is in NK cell activation to produce more 
potent killers as immunotherapy for malignant diseases (40).
Ly49A interactions with MHC class I on target cells are essen-
tial for the early part of synapse formation and receptor signal 
integration in the interface between NK cells and target cells (41). 
The amount of Ly49 receptors bound in cis was previously shown 
to be a diffusion-limited reaction, in similarity to most other 
protein–protein interactions (19). Ly49 binding of MHC class I 
in cis and trans uses the same binding site and the affinity of the 
two interactions, thus, ought to be in the same range (17). It is, 
thus, likely that the diffusion rate also affects how fast the Ly49A 
receptor find a steady state in the binding to MHC class I in trans. 
The higher mobility of H-2Dd and Ly49A could, thus, potentially 
enable a more rapid formation of an (inhibitory) immunological 
synapse, and thus a faster decision process whether a target cell 
is abnormal or not.
It has been observed that a minority of the IL-2-stimulated 
NK cells perform the majority of kills after several days of 
IL-2 stimulation (8). Our observation of increased molecular 
dynamics within a subpopulation could, thus, tentatively be an 
early sign of this functional heterogeneity within the NK cell 
population. The subpopulation did not correspond directly to NK 
cells upregulating CD69 or ICAM-1, since they did not exhibit a 
similar upregulation pattern on the NK cell population level (data 
not shown). A difference in molecular dynamics between edu-
cated and uneducated NK cells has previously been shown (21). 
However, since in our case only Ly49A+ NK cells from H-2Dd+ 
mice were investigated, all NK cells were educated. Therefore, the 
heterogenic response could not be explained by a difference in 
educational status. The fact that the size of the subpopulation dif-
fered between experiments suggests that environmental factors in 
the individual animal and/or the experimental conditions affects 
how many of the NK cells will respond to cytokine stimulation 
with a faster molecular movement. It also suggests that a relatively 
large fraction of the NK cells have the potential to respond with 
faster molecular dynamics, if stimulated appropriately.
The fact that both H-2Dd and Ly49A moved faster in the 
same cells after cytokine stimulation could potentially indicate 
a general change in the cell membrane dynamics. This could at 
least partly be due to an increased cell surface area, making the 
proteins in the cell membrane overall less crowded. A crowding 
effect is not unlikely, given the high density at which H-2Dd was 
expressed in this study. H-2Dd alone was expressed at around 50 
molecules/μm2, and crowding occurs starting from around 200 
proteins/μm2 expressed in total (19, 42). Crowding in resting NK 
cells was further supported by the lack of effect of actin cytoskel-
eton disruption, despite the fact that diffusion of MHC class I 
has previously been reported to be restricted by the cytoskeleton 
(43–47). By contrast, there was a tendency of confinement by the 
cytoskeleton in cytokine-stimulated cells, which would go well 
in line with a release from crowding by dilution of other surface 
proteins as a consequence of increased cell size, making the 
restriction by the cytoskeleton more apparent. Resting murine 
NK cells, thus, seem to have a membrane densely populated 
with protein, but ready to within a few hours expand in size and 
simultaneously also alter their membrane dynamics.
Potential other underlying mechanisms for an increased diffu-
sion rate include alterations of cis interactions with other binding 
partners, such as other Ly49 receptors or ICAM-1, or alterations 
in the actin cytoskeleton structure, both of which have been 
shown to be affected by cytokine stimulation (47–50). A faster 
general diffusion could also tentatively be a reflection of a higher 
cellular metabolism (51) or a change in the mode of molecular 
movement, from passive diffusion to active transport.
The diffusion of MHC class I has been studied in a variety 
of murine and human cell lines. Recorded diffusion coefficients 
by FCS and fluorescence recovery after photobleaching (FRAP) 
ranged from 0.01 to 0.9  μm2/s (19, 43, 45, 46, 52, 53). Single 
particle tracking gave rise to diffusion coefficients down to 10 
times slower than those detected from FRAP and FCS (45). While 
all previous studies on MHC class I diffusion were carried out 
in cell lines, we studied the diffusion in resting primary cells. 
Considering that most cell lines are replicating and, thus, more 
active than a resting cell, the fact that the H-2Dd diffusion coef-
ficient of 0.095 μm2/s fits within the range of previously published 
data is worth to note.
The diffusion of Ly49A was always at least twice as fast as 
that of H-2Dd. This was surprising; especially since many of the 
Ly49A receptors interact in cis with H-2Dd. The Ly49A diffusion 
rate was similar to the human inhibitory receptor KIR2DL1 in 
a cell line system (0.23 ± 0.06 μm2/s) (54). It is possible that the 
relatively small fraction of H-2Dd and Ly49A that were bound in 
cis in this study did not make an impact on the average diffusion 
rate observed. In the FCS part of this study, no detected H-2Dd 
was bound in cis to Ly49A, since the antibody used to detect 
H-2Dd in the FCS experiments prevents cis interaction (23). The 
detected Ly49A molecules would be a mixture of free and cis-
bound to H-2Dd, since the H-2Dd antibody binding efficiency 
was only around 19%. The difference in diffusion rate could, 
thus, be a result of hindered diffusion of H-2Dd molecules, in 
line with what has been reported in previous studies (43–47). 
The diffusion of H-2Dd could putatively also be hindered by 
clustering to itself or other partners, as discussed above. Different 
localization with regard to nanodomains, or a greater potential 
for active transport for Ly49A are other possible explanations for 
the observed differences.
The amount of “free” inhibitory receptors available to interact 
in trans increased substantially upon IL-2 stimulation. A much 
smaller increase of free inhibitory receptors was observed after 
IFN-α + β stimulation. The difference between the two cytokines 
in inducing upregulation of free Ly49A was statistically significant 
(Figure 3A). The more substantial upregulation of MHC class I 
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induced by IFN-α + β at the cellular level could be one reason 
for the relatively smaller upregulation of free Ly49A receptors 
since more of the receptors could be bound in cis to H-2Dd. The 
increased clustering of H-2Dd molecules after IL-2 stimulation 
(Figure  3E) could be another explanation contributing to the 
lower fraction of Ly49A receptors bound in cis observed by 
flow cytometry, if homo-clustering of MHC class I excludes 
binding of Ly49A in cis. For the IL-2 stimulation, the FCS and 
flow cytometry results are not completely concordant, as flow 
cytometry indicated an increase of total Ly49A expression that is 
still unexplained. A less rounded cell shape, giving a higher total 
cell surface area without increasing the cross-sectional area, or 
increased membrane ruffling, could potentially be explanations 
for this discrepancy. Another reason could be a higher fraction of 
immobile Ly49A, which would not be detected by FCS.
Even though FCS is a quantitative technique, exact concentra-
tions obtained from FCS data should be regarded with some cau-
tion. Since FCS is based on intensity fluctuations, molecules have 
to be reasonably mobile to be detected. Immobile fractions, as well 
as bleaching, can contribute to under-estimation of the number of 
molecules (55). Putative error sources have been listed previously, 
and the total maximal error in the density determination was 
estimated to be around 40% (19). Given that the measurement 
conditions were very similar, this estimation is likely relevant also 
for this study. Since the error sources are in most cases stable 
throughout the experiments, the error in relative density between 
samples should, however, be minor, provided that the immobile 
fractions do not change. The determination of diffusion rates is 
also more robust than the density determination, even though 
also the diffusion rate can be over-estimated in case of bleaching.
Taken together, the heterogenic response to cytokine stimula-
tion within the NK cell population shows that more than one 
type of response is induced in cytokine-treated cells, indicating 
subgroups within the NK cell population with different molecular 
dynamics. These differences are apparent already after 4  h of 
stimulation. The faster diffusion of inhibitory receptors could 
influence the rate of accessibility of receptors to target cell interac-
tions, finally making cytokine-stimulated NK cells more efficient 
in screening of putative target cells. Studies further characterizing 
these subpopulations, identifying how they functionally differ 
from other stimulated NK cells, will tell what role this hetero-
geneity plays in the immune response against tumorigenic cells 
and infection.
aUThOr cOnTriBUTiOns
SB-S and ES designed, planned and performed the FCS experi-
ments in Figures 1–3, prepared figures, and wrote the manuscript. 
SB-S planned, performed and analyzed the FACS experiments 
in Figure 3A and analyzed the cell size data in Figure 3D. ES 
analyzed the FCS data and performed the multivariate analysis in 
Figure 4. AJS and TK performed the antibody labeling efficiency 
experiment, and commented on the manuscript. TS wrote the 
software to analyze the FCS experiments. JW provided feedback 
on the experimental design, analysis, and the manuscript. SJ 
designed experiments, analyzed data, provided mice and rea-
gents, and wrote the manuscript. All authors reviewed the results 
and approved the final version of the manuscript.
acKnOWleDgMenTs
We thank the personnel at the Research Animal Facility for help 
with breeding and caring for the experimental animals. We are 
grateful for the help with Cell Profiler from Dr Carolina Wählby, 
Center for Image Analysis, Uppsala University. We further 
thank Dr. Vladana Vukojeviç, Center for Molecular Medicine, 
Karolinska Institutet for the maintenance of the Zeiss Confocor 
3 instrument for FCS measurements, and for helpful tips regard-
ing FCS measurements on cells. Finally, we thank Dr. Magnus 
Backheden, Department of Learning, Informatics, Management 
and Ethics, Karolinska Institutet, for counseling on the statistical 
analysis.
FUnDing
Funding for this project was received by SJ from the Swedish 
Research Council (Vetenskapsrådet), application number 2012-
1629, the Magnus Bergvall Foundation, and The Lars Hierta 
Memorial Foundation. TK received funding from the National 
Institute of Health, USA, grant number R01HL107589. JW 
received funding from the Swedish Research Council (VR-NT 
2012-3045).
sUPPleMenTarY MaTerial
The Supplementary Material for this article can be found online at 
http://journal.frontiersin.org/article/10.3389/fimmu.2016.00016
reFerences
1. Vivier E, Tomasello E, Baratin M, Walzer T, Ugolini S. Functions of natural 
killer cells. Nat Immunol (2008) 9:503–10. doi:10.1038/ni1582 
2. Kärre K, Ljunggren HG, Piontek G, Kiessling R. Selective rejection of H-2-
deficient lymphoma variants suggests alternative immune defence strategy. 
Nature (1986) 319:675–8. doi:10.1038/319675a0 
3. Kadri N, Thanh TL, Hoglund P. Selection, tuning, and adaptation in mouse 
NK cell education. Immunol Rev (2015) 267:167–77. doi:10.1111/imr.12330 
4. Marcais A, Viel S, Grau M, Henry T, Marvel J, Walzer T. Regulation of mouse 
NK cell development and function by cytokines. Front Immunol (2013) 4:450. 
doi:10.3389/fimmu.2013.00450 
5. Romee R, Leong JW, Fehniger TA. Utilizing cytokines to function-enable 
human NK cells for the immunotherapy of cancer. Scientifica (Cairo) (2014) 
2014:205796. doi:10.1155/2014/205796 
6. Gasteiger G, Hemmers S, Firth MA, Le Floc’h A, Huse M, Sun JC, et  al. 
IL-2-dependent tuning of NK cell sensitivity for target cells is controlled by 
regulatory T cells. J Exp Med (2013) 210:1167–78. doi:10.1084/jem.20122462 
7. Olofsson PE, Forslund E, Vanherberghen B, Chechet K, Mickelin O, Ahlin 
AR, et  al. Distinct migration and contact dynamics of resting and IL-2-
activated human natural killer cells. Front Immunol (2014) 5:80. doi:10.3389/
fimmu.2014.00080 
8. Vanherberghen B, Olofsson PE, Forslund E, Sternberg-Simon M, Khorshidi 
MA, Pacouret S, et al. Classification of human natural killer cells based on 
February 2016 | Volume 7 | Article 1611
Bagawath-Singh et al. Increased Molecular Diffusion by Cytokines
Frontiers in Immunology | www.frontiersin.org
migration behavior and cytotoxic response. Blood (2013) 121:1326–34. 
doi:10.1182/blood-2012-06-439851 
9. Borden EC, Sen GC, Uze G, Silverman RH, Ransohoff RM, Foster GR, et al. 
Interferons at age 50: past, current and future impact on biomedicine. Nat Rev 
Drug Discov (2007) 6:975–90. doi:10.1038/nrd2422 
10. Levy DE, Marie IJ, Durbin JE. Induction and function of type I and III 
interferon in response to viral infection. Curr Opin Virol (2011) 1:476–86. 
doi:10.1016/j.coviro.2011.11.001 
11. Hokland M, Basse P, Justesen J, Hokland P. IFN-induced modulation of his-
tocompatibility antigens on human cells. Background, mechanisms and per-
spectives. Cancer Metastasis Rev (1988) 7:193–207. doi:10.1007/BF00047751 
12. Ljunggren G, Anderson DJ. Cytokine induced modulation of MHC class I and 
class II molecules on human cervical epithelial cells. J Reprod Immunol (1998) 
38:123–38. doi:10.1016/S0165-0378(98)00009-6 
13. Pillet AH, Lavergne V, Pasquier V, Gesbert F, Theze J, Rose T. IL-2 induces 
conformational changes in its preassembled receptor core, which then 
migrates in lipid raft and binds to the cytoskeleton meshwork. J Mol Biol 
(2010) 403:671–92. doi:10.1016/j.jmb.2010.08.056 
14. Douglass AD, Vale RD. Single-molecule microscopy reveals plasma mem-
brane microdomains created by protein-protein networks that exclude or 
trap signaling molecules in T cells. Cell (2005) 121:937–50. doi:10.1016/j.
cell.2005.04.009 
15. Hsu CJ, Hsieh WT, Waldman A, Clarke F, Huseby ES, Burkhardt JK, et  al. 
Ligand mobility modulates immunological synapse formation and T cell 
activation. PLoS One (2012) 7:e32398. doi:10.1371/journal.pone.0032398 
16. Bashour KT, Tsai J, Shen K, Lee JH, Sun E, Milone MC, et  al. Cross talk 
between CD3 and CD28 is spatially modulated by protein lateral mobility. 
Mol Cell Biol (2014) 34:955–64. doi:10.1128/MCB.00842-13 
17. Doucey MA, Scarpellino L, Zimmer J, Guillaume P, Luescher IF, Bron C, 
et al. Cis association of Ly49A with MHC class I restricts natural killer cell 
inhibition. Nat Immunol (2004) 5:328–36. doi:10.1038/ni1043 
18. Chalifour A, Scarpellino L, Back J, Brodin P, Devevre E, Gros F, et al. A role 
for cis interaction between the inhibitory Ly49A receptor and MHC class I 
for natural killer cell education. Immunity (2009) 30:337–47. doi:10.1016/j.
immuni.2008.12.019 
19. Stromqvist J, Johansson S, Xu L, Ohsugi Y, Andersson K, Muto H, et al. A mod-
ified FCCS procedure applied to Ly49A-MHC class I cis-interaction studies in 
cell membranes. Biophys J (2011) 101:1257–69. doi:10.1016/j.bpj.2011.06.057 
20. Mütze J, Ohrt T, Schwille P. Fluorescence correlation spectroscopy in  vivo. 
Laser Photonics Rev (2011) 5:52–67. doi:10.1002/lpor.200910041 
21. Guia S, Jaeger BN, Piatek S, Mailfert S, Trombik T, Fenis A, et al. Confinement 
of activating receptors at the plasma membrane controls natural killer cell 
tolerance. Sci Signal (2011) 4:ra21. doi:10.1126/scisignal.2001608 
22. Johansson S, Johansson M, Rosmaraki E, Vahlne G, Mehr R, Salmon-Divon 
M, et al. Natural killer cell education in mice with single or multiple major 
histocompatibility complex class I molecules. J Exp Med (2005) 201:1145–55. 
doi:10.1084/jem.20050167 
23. Waldenström M, Achour A, Michaelsson A, Rölle A, Kärre K. The 
role of an exposed loop in the α2-domain in the mouse MHC class I 
H-2D(d) molecule for recognition by the monoclonal antibody 34-5-8S 
and the NK-cell receptor Ly49A. Scand J Immunol (2002) 55:129–39. 
doi:10.1046/j.1365-3083.2002.01027.x 
24. Vukojevic V, Heidkamp M, Ming Y, Johansson B, Terenius L, Rigler  R. 
Quantitative single-molecule imaging by confocal laser scanning 
microscopy. Proc Natl Acad Sci U S A (2008) 105:18176–81. doi:10.1073/
pnas.0809250105 
25. Spielmann T. Transient State Fluorescence Microscopy – Method Development 
and Biological Applications. Ph.D. thesis, Stockholm, Sweden: Royal Institute 
of Technology (2012).
26. Chmyrov V, Spielmann T, Hevekerl H, Widengren J. Trans-cis isomeri-
zation of lipophilic dyes probing membrane microviscosity in biological 
membranes and in live cells. Anal Chem (2015) 87:5690–7. doi:10.1021/acs.
analchem.5b00863 
27. Widengren J, Mets Ü, Rigler R. Flourescence correlation spectroscopy of 
triplet states in solution: a theoretical and experimental study. J Phys Chem 
(1995) 99:13368–79. doi:10.1021/j100036a009 
28. Garcia-Saez AJ, Schwille P. Fluorescence correlation spectroscopy for the 
study of membrane dynamics and protein/lipid interactions. Methods (2008) 
46:116–22. doi:10.1016/j.ymeth.2008.06.011 
29. Gendron PO, Avaltroni F, Wilkinson KJ. Diffusion coefficients of several 
rhodamine derivatives as determined by pulsed field gradient-nuclear mag-
netic resonance and fluorescence correlation spectroscopy. J Fluoresc (2008) 
18:1093–101. doi:10.1007/s10895-008-0357-7 
30. Lillemeier BF, Pfeiffer JR, Surviladze Z, Wilson BS, Davis MM. Plasma 
membrane-associated proteins are clustered into islands attached to the 
cytoskeleton. Proc Natl Acad Sci U S A (2006) 103:18992–7. doi:10.1073/
pnas.0609009103 
31. Eriksson L, Byrne T, Johansson E, Trygg J, Vikström C. Multi- and Megavariate 
Data Analysis: Principles and Applications. Umeå, Sweden: Umetrics AB 
(2001).
32. Stenlund H, Gorzsás A, Persson P, Sundberg B, Trygg J. Orthogonal projections 
to latent structures discriminant analysis modeling on in situ FT-IR spectral 
imaging of liver tissue for identifying sources of variability. Anal Chem (2002) 
80:6898–906. doi:10.1021/ac8005318 
33. Trygg J, Wold S. Orthogonal projections to latent structures (O-PLS). 
J Chemom (2002) 16:119–28. doi:10.1002/cem.695 
34. Carpenter AE, Jones TR, Lamprecht MR, Clarke C, Kang IH, Friman O, 
et al. CellProfiler: image analysis software for identifying and quantifying cell 
phenotypes. Genome Biol (2006) 7:R100. doi:10.1186/gb-2006-7-10-r100 
35. Grubbs F. Sample criteria for testing outlying observations. Ann Math Stat 
(1950) 21:27–58. doi:10.1214/aoms/1177729885 
36. Olivier J, Johnson WD, Marshall MD. The logarithmic transformation and 
the geometric mean in reporting experimental IgE results: what are they and 
when and why to use them? Ann Allergy Asthma Immunol (2008) 100:333–7. 
doi:10.1016/S1081-1206(10)60595-9 
37. Andersson KE, Williams GS, Davis DM, Hoglund P. Quantifying the reduction 
in accessibility of the inhibitory NK cell receptor Ly49A caused by binding 
MHC class I proteins in cis. Eur J Immunol (2007) 37:516–27. doi:10.1002/
eji.200636693 
38. Brodin P, Lakshmikanth T, Mehr R, Johansson MH, Duru AD, Achour A, et al. 
Natural killer cell tolerance persists despite significant reduction of self MHC 
class I on normal target cells in mice. PLoS One (2010) 5:e13174. doi:10.1371/
journal.pone.0013174 
39. Strömqvist J, Johansson S, Xu L, Ohsugi Y, Andersson K, Muto H, et al. A mod-
ified FCCS procedure applied to Ly49A-MHC class I cis-interaction studies in 
cell membranes. Biophys J (2011) 101:1257–69. doi:10.1016/j.bpj.2011.06.057 
40. Cheng M, Chen Y, Xiao W, Sun R, Tian Z. NK cell-based immunotherapy 
for malignant diseases. Cell Mol Immunol (2013) 10:230–52. doi:10.1038/
cmi.2013.10 
41. Ito D, Iizuka YM, Katepalli MP, Iizuka K. Essential role of the Ly49A stalk 
region for immunological synapse formation and signaling. Proc Natl Acad 
Sci U S A (2009) 106:11264–9. doi:10.1073/pnas.0900664106 
42. Ramadurai S, Holt A, Krasnikov V, van den Bogaart G, Killian JA, Poolman B. 
Lateral diffusion of membrane proteins. J Am Chem Soc (2009) 131:12650–6. 
doi:10.1021/ja902853g 
43. Edidin M, Stroynowski I. Difference between the lateral organization of 
conventional and inositol phoshpolipid-anchored membrane proteins, a 
further definition of micrometer scale membrane domains. J Cell Biol (1991) 
112:1143–50. doi:10.1083/jcb.112.6.1143 
44. Edidin M, Zuniga MC, Sheetz MP. Truncation mutants define and locate 
cytoplasmic barriers to lateral mobility of membrane glycoproteins. Proc Natl 
Acad Sci U S A (1994) 91:3378–82. doi:10.1073/pnas.91.8.3378 
45. Tang Q, Edidin M. Lowering the barriers to random walks on the cell surface. 
Biophys J (2003) 84:400–7. doi:10.1016/S0006-3495(03)74860-7 
46. Capps GG, Pine S, Edidin M, Zuniga MC. Short class I major histocompat-
ibility complex cytoplasmic tails differing in charge detect arbiters of lateral 
diffusion in the plasma membrane. Biophys J (2004) 86:2896–909. doi:10.1016/
S0006-3495(04)74341-6 
47. Segura JM, Guillaume P, Mark S, Dojcinovic D, Johannsen A, Bosshard G, 
et  al. Increased mobility of major histocompatibility complex I-peptide 
complexes decreases the sensitivity of antigen recognition. J Biol Chem (2008) 
283:24254–63. doi:10.1074/jbc.M803549200 
48. Bacso Z, Bene L, Damjanovich L, Damjanovich S. INF-gamma rearranges 
membrane topography of MHC-I and ICAM-1 in colon carcinoma cells. 
Biochem Biophys Res Commun (2002) 290:635–40. doi:10.1006/bbrc.2001.6246 
49. Nagy P, Vamosi G, Damjanovich S, Damjanovich L. ICAM-1 inhibits the 
homocluster formation of MHC-I in colon carcinoma cells. Biochem Biophys 
Res Commun (2006) 347:758–63. doi:10.1016/j.bbrc.2006.06.157 
February 2016 | Volume 7 | Article 1612
Bagawath-Singh et al. Increased Molecular Diffusion by Cytokines
Frontiers in Immunology | www.frontiersin.org
50. Orange JS, Roy-Ghanta S, Mace EM, Maru S, Rak GD, Sanborn KB, et  al. 
IL-2 induces a WAVE2-dependent pathway for actin reorganization that 
enables WASp-independent human NK cell function. J Clin Invest (2011) 
121:1535–48. doi:10.1172/JCI44862 
51. Donnelly RP, Loftus RM, Keating SE, Liou KT, Biron CA, Gardiner CM, 
et  al. mTORC1-dependent metabolic reprogramming is a prerequisite for 
NK cell effector function. J Immunol (2014) 193:4477–84. doi:10.4049/
jimmunol.1401558 
52. Damjanovich S, Tron L, Szollosi J, Zidovetzki R, Vaz WLC, Regateiro F, et al. 
Distribution and mobility of murine hostochompatibility H-2K(k) antigen 
in the cytoplasmic membrane. Proc Natl Acad Sci U S A (1983) 80:5985–9. 
doi:10.1073/pnas.80.19.5985 
53. Edidin M, Zuniga MC. Lateral diffusion of wild-type and mutant L(d) antigens 
in L cells. J Cell Biol (1984) 99:2333–5. doi:10.1083/jcb.99.6.2333 
54. Pageon SV, Aquino G, Lagrue K, Kohler K, Endres RG, Davis DM. Dynamics 
of natural killer cell receptor revealed by quantitative analysis of photoswitch-
able protein. Biophys J (2013) 105:1987–96. doi:10.1016/j.bpj.2013.09.025 
55. Widengren J, Thyberg P. FCS cell surface measurements  –  photo-
physical limitations and consequences on molecular ensembles with 
heterogenic mobilities. Cytometry A (2005) 68:101–12. doi:10.1002/
cyto.a.20193 
Conflict of Interest Statement: The authors declare that the research was con-
ducted in the absence of any commercial or financial relationships that could be 
construed as a potential conflict of interest.
Copyright © 2016 Bagawath-Singh, Staaf, Stoppelenburg, Spielmann, Kambayashi, 
Widengren and Johansson. This is an open-access article distributed under the terms 
of the Creative Commons Attribution License (CC BY). The use, distribution or 
reproduction in other forums is permitted, provided the original author(s) or licensor 
are credited and that the original publication in this journal is cited, in accordance 
with accepted academic practice. No use, distribution or reproduction is permitted 
which does not comply with these terms.
